



Nonparametric Multipoint Linkage Analysis (NPL Scores)
STRATIFICATION (NO. OF FAMILIES)
NPL SCORES AT MARKER
D1S452 D1S212 D1S466 D1S158 D1S422 D1S413
All (772) 1.04 1.14 .70 .27 .31 .55
Male-to-male transmission (491) 2.30 2.21 2.07 1.82 1.85 1.80
Non–male-to-male transmission (281) 1.32 1.03 1.58 1.97 1.93 1.47
Age at onset !65 years (263) .52 .42 .05 .35 .57 .08
Age at onset 65 years (509) .91 1.10 .82 .58 .79 .73
5 affected family members (174) .92 .88 1.17 .93 .96 1.20
4 affected family members (598) .68 .82 .16 .20 .16 .02
Male-to-male transmission, age at onset !65 years (161) 1.17 1.05 .60 .23 .30 .43
Male-to-male transmission, 5 affected family members (141) 1.49 1.76 1.85 1.52 1.41 1.73
Male-to-male transmission, age at onset !65 years, 5
affected family members (48) 1.19 1.57 .97 .29 .16 .33
In the March 2000 issue of the Journal, in the article
“Combined Analysis of Hereditary Prostate Cancer Link-
age to 1q24-25: Results from 772 Hereditary Prostate
Cancer Families from the International Consortium for
Prostate Cancer Genetics,” by Xu et al. (66:945–957),
table 8 was incorrect because of an error that occurred
when the NPL scores from one of the nine collaborating
groups were incorrectly merged. Nonparametric analyses
performed using GENEHUNTER were reperformed on
the basis of the corrected data, and the results are pre-
sented in a revised table 8, shown here. The nonpara-
metric analysis now provides evidence for linkage at 1q24
in the total sample, with a peak NPL Z-score of 1.14 at
D1S212. Stronger evidence for linkage at this region is
observed in the 491 families with male-to-male disease
transmission, with a peak NPL Z-score of 2.30 at D1S452
( , one-sided test). By contrast, the NPL scores areP = .01
negative for the entire region in the 281 families without
male-to-male disease transmission. These results are con-
sistent with the findings from the parametric analyses.
Therefore, the overall evidence for a prostate can-
cer–susceptibility locus at 1q24-25 is strengthened in this
study. There was also a typographic error in table 7. The
correct number of families with5 affected members per
family is 174 (not 274). The authors deeply regret these
errors. However, we are pleased that we now observe
consistent results between the two methods of analysis.
